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6/7

For each test-sample RNA polynucleotide, providing a double-
stranded DNA polynucleotide to capture a target RNA
sequence and to form a first hybrid structure; the double-
stranded DNA polynucleotide is a double-stranded structure
assembled from a forward strand and a reverse strand of a
reverse transcription adapter; the forward strand comprises, in
the 5’-to-3’ direction, a barcode sequence and a first ligation
sequence; the reverse strand comprises, in the 5’-t0-3’
direction, a second ligation sequence, the barcode sequence,
and a poly(T) sequence; the target RNA sequence comprises
the test-sample RNA polynucleotide and a poly(A) sequence;
the double-stranded DNA polynucleotide captures the target

| RNA sequence through the poly(T) sequence

v

Reverse-transcribing the first hybrid structure to form a second

| hybrid structure

v

Ligating a sequencing adapter to the second hybrid structure
to form a third hybrid structure

| —

v

Performing nanopore sequencing on the third hybrid structure
to obtain raw sequencing data

| —

v

Extracting electrical-current signal data corresponding to the

L

raw sequencing data

Segmenting electrical-current signal data of the barcode
sequence from the electrical-current signal data, and
analyzing the segmented electrical-current signal data using a
classification model trained based on the barcode sequence to
obtain sequence information of the barcode sequence, thereby
obtaining classification information of the n test-sample RNA
polynucleotides.
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